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In conclusion, we ascertained seven
Chinese individuals with NPPK and
identified four causative mutations in
SERPINB7, two of which were poly-
morphic present in normal Chinese indi-
viduals. NPPK was estimated to be one
of the most common types of autosomal-
recessive PPKs in China despite its
delayed recognition. Moreover, we con-
firmed that the recurrent nonsense muta-
tion c.796C4T, prevalent both in
Chinese and Japanese NPPK patients,
probably descended from the same
ancestor. Finally, mutation screening of
c.796C4T in SERPINB7 can serve as a
cost-effective diagnostic strategy in the
setting of Chinese and Japanese patients
with diffuse, nonmutilating-inherited
PPKs, but without distinctive clinical or
histopathological features.
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TO THE EDITOR
Atopic dermatitis (AD) is a common
chronic relapsing disease. There is a
considerable body of evidence support-
ing a genetic basis for AD (Bussman
et al., 2011; Ellinghaus et al., 2013).
Mutations in the Filaggrin (FLG) gene
have been consistently found to be
associated with AD in people of
European and Asian ancestry (Brown
and McLean, 2012). More than 40 FLG
loss-of-function mutations have been
described in Europeans and Asians
(Brown and McLean, 2012). However,
FLG loss-of-function mutations have not
commonly been found in Africans or
African Americans (Winge et al., 2011a;
Brown and McLean, 2012; Margolis
et al., 2012). Loss-of-function mutations
in exon 3 of FLG result in diminished or
absent filaggrin protein, most often due
to a premature stop codon or a frame-
shift mutation resulting in a stop codon
further downstream. Interestingly, the
absence of profilaggrin protein (precur-
sor of filaggrin) has also been noted in
keratohyalin granules in the majority of
individuals with ichthyosis vulgaris of
European and Asian ancestry (Fleckman
and Brumbaugh, 2002; Perusquia-Ortiz
et al., 2013; Thyssen et al., 2013).
FLG is located on chromosome 1q21
in a region called the epidermal differ-
entiation complex. It is part of a family
of genes that code for S100-fused-like
proteins (SFTP). The SFTPs include the
proteins profilaggrin (coded by FLG),
hornerin (HRNR), filaggrin-2 (FLG2),
repetin (RPTN), cornulin (CRNN), tri-
chohyalin (TCHH), and trichohyalin-like 1
(TCHHL1; Henry et al., 2012). TheseAccepted article preview online 7 March 2014; published online 10 April 2014
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genes are very similar to one another
with respect to structure and function,
and lie in close proximity to each other
in the epidermal differentiation complex
(Marenholz et al., 2011; Henry et al.,
2012; Pellerin et al., 2013). On the basis
of previous experiences with FLG, it has
been hypothesized that a stop-gain (null)
mutation in exon 3 of any of the SFTP
genes will result in decreased or absent
protein production (Marenholz et al.,
2011; Henry et al., 2012; Margolis
et al., 2014).
The goal of this study was to identify
stop-gain variants in FLG and closely
related genes in African Americans with
AD from the Pediatric Eczema Elective
Registry (PEER; Margolis et al., 2012).
From this cohort we randomly
selected 60 subjects for whole-exome
sequencing to ensure sufficient power
to detect variants with a minor allelic
frequency (MAF) of greater than 3%.
Sequencing was performed by Ambry
Genetics (Aliso Viejo, CA) using whole
exome–targeted enrichment by Agilent
SureSelectXT Human All Exon 50Mb kit.
Quality assessment revealed that most
samples were above 50% on target and
mean coverage per gene was excellent.
The libraries were indexed using 100
base paired ends and processed using
Illumina HiSeq2000 at 100 coverage
per exon. Data were assessed using a
pipeline generated at the University of
Pennsylvania based on the best prac-
tices protocol from the Broad Institute
(Cambridge, MA). This report focused
on stop-gain mutations of exon 3 (i.e.,
loss-of-function mutations) in the SFTP
genes because of their likely functional
relevance (Marenholz et al., 2011;
Brown and McLean, 2012; Henry
et al., 2012). Taqman allelic discrimina-
tion assays were created for any newly
identified FLG loss-of-function mutations,
which were then used to genotype
an additional random sample of 100
African-American PEER children.
Sequencing of the SFTP genes in 60
self-reported (ancestry previously
confirmed with ancestral informative
markers (Margolis et al., 2012))
African-American children with AD
revealed a total of 289 variants in FLG,
107 variants in FLG2, 339 variants in
HRNR, 4 variants in RPTN, 37 variants
in CRNN, 88 variants in TCHH, and 14
variants in TCHHL1. However, very few
variants resulted in a premature stop
codon in exon 3 (Table 1). Each of the
three newly identified FLG stop-gain
mutations, Q570X, R3409X and
S3707X, were observed only once.
S2392X and S2377X in FLG2 were
noted 1 and 16 times, respectively. In
TCHHL1, the variant Q294X was noted
twice. All subjects were heterozygous
for the mutations. The MAF for variants
noted once, twice and 16 times were
0.008, 0.017, and 0.133, respectively.
Next, we used Taqman-based allelic
discrimination assays to evaluate the
three FLG mutations, Q570X, R3409X,
and S3707X, in an additional 100
African-American PEER children. How-
ever, none of these variants could be
detected in other members of our cohort.
This report is from the largest whole-
exome sequencing study of African
Americans with AD performed to date.
Here we have reported results specific
to the SFTP genes. We identified a few
new null mutations, albeit the ones in
FLG had low MAFs. The MAFs noted for
S2377X (FLG2) and Q294X (TCHHL1)
vary from the healthy subjects in the
1000 Genomes database (The 1000
Genomes Project Consortium, 2012;
Table 1). S2377X was seen about half
as frequently in our cohort compared
with that in the healthy 1000 Genomes
African population; whereas Q294X,
although more common in our cohort,
still had a low MAF (i.e., MAF¼0.017),
suggesting that these variants may not
be clinically important with respect to
incident AD.
Our findings are in agreement with
those of Winge et al. (2011a), who also
failed to detect common FLG loss-of-
function mutations in people of African
ancestry with AD. Our study does have
limitations in that we focused only on
exon 3 stop-gain mutations in genes.
We did not assess copy number varia-
tions. We also did not assay protein
function. Another point to be noted is
that as most African Americans have their
origins in West Africa; our findings may
not generalize to everyone with African
ancestry. However, based on the experi-
ences of others as well as those from our
study, which is the largest whole-exome
study of African Americans with AD, it
seems unlikely that FLG stop-gain muta-
tions have a prominent role with respect
to incident AD in African Americans
children (Winge et al., 2011b; Thaswer-
Esmail et al., 2014).
The study was approved by the
University of Pennsylvania Institutional
Review Board. The study was con-
ducted according to Declaration of
Helsinki Principles. All participants pro-
vided written informed consent.
Table 1. Null mutations identified in genes belonging to S100-fused-like protein family
Gene Variant
Reference
allele
Alternate
allele Location of amino acid change
MAF current
study
MAF African
ancestry (source:
1000 Genomes)
dbSNP
designation
FLG Stop-gain G A FLG:NM_002016:exon3:c.1708C4T:p.Q570X 0.008 — —
FLG Stop-gain G A FLG:NM_002016:exon3:c.10225C4T:p.R3409X 0.008 — —
FLG Stop-gain G T FLG:NM_002016:exon3:11120C4A:p.S3707X 0.008 — —
FLG2 Stop-gain G T FLG2:NM_001014342:exon3:c.7130C4A:p.S2377X 0.133 0.29 rs12568784
FLG2 Stop-loss C G FLG2:NM_001014342:exon3:c.7175G4C:p.S2392X 0.008 0.01 rs150529054
TCHHL1 Stop-gain G A TCHHL1:NM_001008536:exon3:c.880C4T:p.Q294X 0.017 0.01 rs61749316
Abbreviations: dbSNP, Single-Nucleotide Polymorphism Database; MAF, minor allele frequency.
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TO THE EDITOR
Acrogeria (OMIM#201200), first des-
cribed in 1940 (Gottron, 1940), is
a form of skin atrophy combined
with mottled hyperpigmentation and
subcutaneous tissue atrophy giving
an aged appearance. The pathogenesis
of acrogeria seems heterogeneous, as
abnormal biosynthesis of type III colla-
gen is suspected in some cases, making
Gottron-type acrogeria and vascular-
type Ehlers–Danlos syndrome (vEDS,
OMIM#130050) allelic diseases (Pope
et al., 1996; Jansen et al., 2000;
Hashimoto et al., 2004).
Several clinical features of acrogeria
recall the dermatologic defects observed
in Hutchinson–Gilford progeria syndrome
(HGPS OMIM#176670), mandibuloacral
dysplasia type A (MADAOMIM#248370),
or mandibuloacral dysplasia type B
(MADB, OMIM #608612) phenotypes,
known to be caused by Lamins A/C
defects, due to mutations either in the
LMNA gene that encodes them or in the
ZMPSTE24 gene, which encodes a pro-
tease involved in Lamin A processing
(Novelli et al., 2002; De Sandre-
Giovannoli et al., 2003; Eriksson et al.,
2003; Ahmad et al., 2010). Lamins are
nuclear intermediate filaments that are
involved in nuclear architecture and
functions including chromatin organiza-
tion or DNA replication, transcription,
and repair, reviewed in Prokocimer
et al., 2009.
The patient affected with acrogeria
was born in 1969 from a healthy mother
and a probably affected father, who was
reported by the patient to have the same
skin aspect and had a mitral and aortic
valve replacement. The patient has a
brother and a son who are not affected.
At the age of 36 years, he was referred
to our department for ‘‘prematurely
aged’’ appearance. He presented with
a thin nose and translucent skin on the
face (Figure 1a, A). The distal portion of
the lower limbs seemed lipodystrophic
and the patient presented short clavicles
(Figure 1a, B). Translucent skin of the
arms and abdomen had pigmentation
abnormalities (Figure 1a, B, C). The
hands and the feet showed atrophic
dermis and loss of subcutaneous fat
(Figure 1a, B, D). The hands had a veryAccepted article preview online 1 April 2014; published online 24 April 2014
Abbreviations: HGPS, Hutchinson–Gilford progeria syndrome; MAD, mandibuloacral dysplasia; RT-PCR,
reverse transcription–PCR; vEDS, vascular-type Ehlers–Danlos syndrome
S Hadj-Rabia et al.
Acrogeria as a Novel Laminopathy
2274 Journal of Investigative Dermatology (2014), Volume 134
